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Retroviruses exist as exogenous forms, which are infectious,
and endogenous forms, which are integrated within the genome
of the host. In the retroviral lifecycle, the retroviral reverse trans-
criptase (RT) creates a double stranded DNA copy of the virus that
integrates into the DNA of the host cell and may become inherited
if integrated into germ line cells (Boeke and Stoye, 1997).
Endogenous retroviruses (ERVs) are ubiquitous in vertebrates
and comprise a large percentage of the host genome, e.g. approxi-
mately 10% in mice (Stocking and Kozak, 2008). These ERVs be-
come increasingly degenerate with time due to the accumulation
of mutations and internal deletions (indels) (Boeke and Stoye,
1997). More recent integrants tend to resemble their exogenous
counterparts and may have pathogenic potential, e.g. in feline leu-
kaemia virus (FeLV), recombination between endogenous and
exogenous viruses can generate strains with altered pathogenic
properties (Roy-Burman, 1995).
Leukaemias and lymphomas are relatively common in dogs
(Canis lupus familiaris) and the frequency differs among breeds
(Onions, 1984; Modiano et al., 2005; Lurie et al., 2008). Retroviral
particles and RT (polymerase) activity have been reported in ca-
nine lymphomas and cell lines (Perk et al., 1992; Modiano et al.,
1995; Ghernati et al., 1999, 2000), but endogenous retroviral
sequences have not been fully characterised in dogs and no
exogenous retroviruses have been identiﬁed in this species.
At around 2.4 Gb, the canine genome (Karlsson and Lindblad-
Toh, 2008) is compact in comparison with other mammaliank (R.E. Tarlinton).
-NC-ND license. genomes. This smaller size is largely due to a lower number of
repetitive elements in the genome; 34% compared to 40% in mice
and 46% in humans. As a result, the number of ERVs and DNA
transposons within the dog genome is low; 26,000 in the dog com-
pared with 180,000 in humans (Lindblad-Toh et al., 2005).
Using the Retrotector programme, Martinez Barrio et al. (2011)
identiﬁed 407 ERV sequences (0.15%) in the canine genome, which
is lower than in other vertebrate genomes. Jo et al. (2012) identi-
ﬁed a smaller number of ERVs (184 sequences), but also identiﬁed
three ERVs that had not been detected by Martinez Barrio et al.
(2011). These studies differed in their phylogenetic classiﬁcation
of the ERV elements.
The low number of ERVs and apparent lack of exogenous retro-
viruses in dogs is surprising, since the canine genome lacks func-
tional copies of the retroviral restriction factor TRIM5a and
canine cells support replication of several non-canid exogenous
retroviruses (Fadel and Poeschla, 2011). In this study, we analysed
the canine genome for endogenous gammaretroviral sequences.
Materials and methods
Ethics approval
The project was approved by the University of Nottingham School of Veterinary
Medicine and Science Non-Animals (Scientiﬁc Procedures) Act Committee. Tissue
samples were collected post-mortem from animals euthanased for clinical reasons
with full informed consent of the owners.
RNA extraction
Samples of lung, liver, kidney, spleen, mesenteric lymph node (MLN) and jeju-
num were collected from four aged German shepherd dogs euthanased for medical
reasons (Table 1). The tissues were stored in RNAlater (Qiagen), held at 4 C over-
night and then stored at 20 C until RNA was extracted using the NucleoSpin
Table 1
Demographic details and clinical history of the dogs whose tissues were utilised in this study.
Dog Sex Age Breed Clinical information
1 Male Unknown German shepherd No signiﬁcant ﬁndings on post-mortem examination
2 Male 9 years German shepherd No signiﬁcant ﬁndings on post-mortem examination
3 Female 9 years 10 months German shepherd Osteoarthritis of the left hip
4 Male 10 years German shepherd Treated for epilepsy. Splenic nodular hyperplasia
Ams Biotechnology (kidney, stomach, brain) Male 4 years Beagle Healthy
Ams Biotechnology (liver) Female 2 years 6 months Beagle Healthy
R.E. Tarlinton et al. / The Veterinary Journal 196 (2013) 28–33 29RNA II kit (Macherey–Nagel). RNA from canine liver, kidney, brain and stomach
(two ‘normal’ Beagles) was purchased from Ams Biotechnology (Table 1). RNA
was converted to cDNA using random hexamer primers (Promega) and Moloney
murine leukaemia virus (Mo-MuLV) RT (Promega).
cDNA from canine cell lines, normal dog mammary epithelial cells (DMECs) and
normal skin ﬁbroblast cells (DSFCs) was kindly provided by Cinzia Allegrucci,
School of Veterinary Medicine and Science, University of Nottingham, Nottingham,
UK. RNA was also extracted from MDCK (Madin-Darby canine kidney) and D17 (ca-
nine osteosarcoma) cell lines.
DNA extraction
Blood samples from 20 breeds of dog (two males for each breed) were kindly
provided by Dr. Brian Catchpole, Royal Veterinary College, London, UK. DNA was ex-
tracted from these samples using the Nucleospin Blood Kit (Machery–Nagel).
Breeds utilised were Akita, Alaskan Malamute, Border collie, Boxer, Cavalier King
Charles spaniel, Doberman pinscher, Golden retriever, Jack Russell terrier, King
Charles spaniel, Lhasa Apso, Standard poodle, Pug, Rottweiler, Staffordshire bull ter-
rier, Shar Pei, Siberian husky, Springer spaniel, Weimaraner and West Highland
white terrier.
Data mining and phylogenetic analysis
Data mining was performed on the dog genome (build CanFam2, GenBank num-
ber AAEX00000000.21) (Lindblad-Toh et al., 2005) Potential gammaretroviral ERVs
were predicted using a pipeline of Perl scripts. The complete group antigen (Gag)/
polymerase (Pol) and envelope (Env) protein sequences of Mo-MuLV (Shinnick
et al., 1981) were used with the Exonerate algorithm (Slater and Birney, 2005) to
screen each chromosome of the dog genome sequentially (build CanFam2 for poten-
tial homologous ERV genes 1). A minimum of 200 predicted amino acids, without
exons, was used as an initial cut-off for calling a putative ERV gene. For overlapping
predictions, the highest score from Exonerate was used to determine the best pre-
dicted ERV gene; ﬁve env, 40 gag and 123 pol genes were identiﬁed. These initial pre-
dictions were further parsed such that each prediction wasP25% of the full length of
the query sequence. This produced a ﬁltered core set of predicted genes, which were
analysed further.2 Long terminal repeat (LTR)-like sequences were located using
BLAST.3
For the most intact locus, part of the predicted Pol amino acid sequence was
identiﬁed using TBLASTN4 against a retroviral database (NCBI Viral reference
genomes5). This was aligned with amino acid sequences of known retroviral Pol se-
quences using MUSCLE6 (Edgar, 2004). A maximum likelihood phylogeny was gener-
ated with PhyML7 (Guindon and Gascuel, 2003) under the JTT model, with optimised
across-site variation. Branch support was calculated with PhyML 7 using the approx-
imate likelihood ratio test model.
Calculation of integration dates
Integration dates were estimated by calculating genetic distances between
paired LTRs, which are identical at integration, and applying a neutral rate. Genetic
distances between pairs of LTR sequences were calculated in MEGA 4.18 using the
entire LTR, excluding regions containing deletions. The neutral substitution rate in
carnivores is estimated to range from 2.0 to 2.2  109 substitutions per site per year
(Liu et al., 2006); the average of these rates was used.








8 See: http://www.megasoftware.net/mega4/mega41.html.Quantitative real-time PCR (qPCR) was performed on cDNA derived from canine
tissues with consensus primers for the pol gene of canine ERVs (CanERVs) identiﬁed
in this study (forward: 30-CAGGACAGGTAGAGAGGATGAACAG-20; reverse: 30-TGG
GGATAACAGGTGGAGGAAG-20). Relative expression of CanERVs was normalised
against canine glyceraldehyde-3-phosphate dehydrogenase (GAPDH) expression
(Table 2). The Absolute QPCR SYBR Green Low ROX master mix (Thermo Scientiﬁc)
was used with a LightCycler 480 (Roche) qPCR machine. Thermal cycling conditions
were initial denaturation of 95 C for 15 min, then 45 cycles of 95 C for 15 s, 55 C
for 30 s and 72 C for 30 s. Samples were run in duplicate.
PCR for individual CanERV loci
Several matches to the consensus sequence of canine ERVs identiﬁed in this
study were matched to the Poodle whole genome shotgun sequence dataset (Gen-
Bank AACN010000001–AACN011089636) that did not have apparent equivalents in
the reference Boxer genome (CanFam2 1); however, this may be due to gaps in the
genome build or Y chromosome inserts (the poodle genome is for a male dog; the
Boxer genome is for a female dog). Therefore, to check for genuine breed variation,
PCR primers were designed for eight poodle CanERV loci (Table 2). Primer sets had
one primer within the retroviral sequence and one within distinctive ﬂanking or in-
del genomic DNA sequences. GAPDH primers were used as positive controls for
DNA quality.
Reaction mixes contained 1 buffer (NEB), 2 mM MgCl2, 5 U Taq polymerase,
20 lM F primer, 20 lM reverse primer, 20 lM deoxynucleotide triphosphates
(dNTPs, NEB) and MgCl2 concentrations as shown in Table 2. Thermocycling condi-
tions using a Techne TC-512 PCR machine were 95 C for 2 min, then 30 cycles of
95 C for 30 s, 50–65 C for 30 s (Table 2), 72 C for 30 s and a ﬁnal cycle of 72 C
for 2 min. Samples that tested negative had DNA re-extracted and were tested again
before being accepted as negative. To conﬁrm sequence identity of the loci, PCR
bands of the expected size were cloned into the PGEM-T easy vector system (Pro-
mega), transformed into Escherichia coli C29885J (NEB) and the plasmids were se-
quenced using Big Dye Terminator 2.1 and an ABI 3130 analyser (Applied
Biosystems).
Statistical analysis
The relative standard curve method (Applied Biosystems) was used to calculate
pol gene expression relative to a calibrator sample. Statistical analysis was per-
formed using the Kruskal–Wallis test with Dunn’s multiple comparisons test used
as a post hoc test. Statistical analyses were performed using GraphPad Prism ver-
sion 5.04.
Results
Identiﬁcation of canine endogenous retrovirus sequences
A core set of 39 pol, 34 gag and ﬁve env gammaretroviral genes
were retrieved. The full data set of the chromosomal locations of
these genes is provided in Appendix A (Supplementary Table 1).
The search strategy utilised was conservative and only identiﬁed
one full length proviral locus consisting of gag–pol–env on chromo-
some 20 (position 36654581–36657; Fig. 1). A further six gag–pol
pairs and one gag–env pair were identiﬁed; none of these loci
had recognisable LTRs. The remaining loci consisted of single genes
(ﬁve with paired LTRs, 10 with single LTRs, the remainder with
none). These loci were named according to Jern et al. (2005). None
of these sequences is potentially replication competent, since all
contain multiple stop codons and/or frame shifts in all coding do-
mains. The full length locus on chromosome 20 contains no open
reading frames >181 codons, with stop codons in all coding do-
mains; only portions of the locus were robustly identiﬁed using
the search parameters (Fig. 1).
Table 2
Primer sets used in the canine endogenous retrovirus (CanERV) loci polymorphism study.
Primer set GenBank accession numbera Primer sequence (50–30) MgCl2 concentration (mM) Annealing temperature (C) Product length (base pairs)
CanERV1 AACN010028987 TTGCATCGGTGTCGGCTCCT 2 58 289
TGGGATTTGCCACATGGAGA
CanERV2 AACN010042162 TGGTTTCTCGGATTCGCAAT 2 60 368
GGTCCCATGAAGGCAGAAAA
CanERV3 ACN01001917 TTACCTGTAGGAATTCCAAT 2.5 56 277
TTTGAACAGTCTCTCCCTCT
CanERV4 ACN010054768 AGAGCTGACCTCCAGGACCA 2.5 50 258
GTTCCTCTGGCGGGATGATG
CanERV5 ACN010054768 CAAGGTCGACGGGATTACTC 2 55 212
AAGGCATGGCATGCAAAATC
CanERV6 ACN010086058 ACAGAAGGGGATTAGACTTA 2 60 266
TTAATTTTCTCTGCCTCCAC
CanERV7 AACN0134104 TGACGAGTCCTATCCAAAAT 1.5 55 249
CATGACAGACACAGAGAGAG
GAPDH NM_001003142.1 GAGAAAGCTGCCAAATATG 3 55 193
CCAGGAAATGACCTTGACA
CanERV, canine endogenous retrovirus; GAPDH, glyceraldehyde-3-phosphate dehydrogenase.
a Poodle whole genome sequence.
Env  5178-7196 bpGag 1-1552 bp Pro-Pol 1700-5125 bp
Fig. 1. Schematic representation of full length loci on chromosome 20 (negative
strand, position 36650188–36657384). The full sequence length is 7196 base pairs
(bp). Approximate locations of retroviral proteins are marked in light grey, with
sizes indicated. These loci did not have recognisable long terminal repeats (LTRs);
hence, these are not included in this diagram. Regions recognised by the search
algorithm as corresponding to retroviral proteins are marked in dark grey. In-frame
stop codons in the regions recognised by the search algorithms are marked with
black bars.
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quences against a reference set of gammaretroviral sequences is
presented in Fig. 2. The most closely related retrovirus is a short se-
quence from the red fox (Vulpes vulpes), which we were also able to
amplify by PCR (data not shown). Red foxes are grouped along with
dogs in the Family Canidae, but are thought to have diverged from
the dog lineage at least 9 million years ago (MYA) (Wayne et al.,
1997). Based on the currently available sequence data, these
viruses are positioned basally to most of the known MuLV-like
exogenous retroviruses, with the closest relative in the pol gene
tree being the opossum endogenous retrovirus. LTR comparisons
of these insertions provided divergence data estimates ranging
from 22 to 12 MYA (Table 3), indicating that this ERV lineage
entered the Canidae lineage prior to the species divergence leading
to the ancestors of the red fox and the domestic dog.Transcription of canine endogenous retrovirus sequences
Expression of pol gene RNA by reverse transcriptase (RT)-qPCR
was detected in all tissues and cell lines tested. Expression relative
to GAPDH did not vary substantially (range 0.82–1.47). There were
no statistically signiﬁcant differences in expression between any
tissues (P = 0.862) or animals (P = 0.753) (Figs. 3 and 4). The PCR
primers ampliﬁed CanERV sequences (conﬁrmed by Sanger
sequencing) from canine and fox DNA and RNA, but did not pro-
duce PCR products from unrelated species, such as the horse (data
not shown).Endogenous retrovirus polymorphisms in canine breeds
PCR amplicons were produced from all blood samples with the
GAPDH and CanERV primer sets (CanERV1–7).Discussion
While the CanERVs identiﬁed here are defective and therefore
not capable of forming replication competent retroviruses, they
are monphyletic to the Canidae, as demonstrated by the pol phylo-
genetic analysis. The most closely related sequences are present in
the red fox and LTR divergence analysis indicates that these ERVs
entered this lineage of Canidae prior to the split that led to the
red fox and modern dog.
Based on the pol phylogenetic tree, these CanERVs are ﬁrmly
positioned between the group containing the known exogenous
Mo-MuLV-like viruses and the reticuloendotheliosis virus (REV)-like
viruses, with the nearest relative being an endogenous retrovirus
from the oposum genome. The clustering with the opossum
sequence probably reﬂects the lack of other Canidae sequences
available rather than a real species jump.
Of the sequences identiﬁed in our study, 4/5 env, 32/34 gag and
25/39 pol sequences were reported previously by Jo et al. (2012).
Our sequences match the CfERV c1 group most closely, although
Jo et al. (2012) report a larger number of loci (55) in this group
and many of our sequences also have matches with their c9, 10
and 17 groups. These latter groups were classiﬁed separately by
Jo et al. (2012) because they are missing portions of pol. In our
analysis, these sequences cluster with other CanERV sequences,
implying that this is an artiﬁcial grouping. In our analysis, as well
as that of Jo et al. (2012), these viruses group closely with the pre-
viously identiﬁed fox sequence, but their relationships with other
gammaretroviruses vary; these are also different again from those
reported in Martinez Barrio et al. (2011), who did not place any se-
quences within this clade.
These differences are likely to be due to the different search
strategies employed in these different studies and the different
gene regions utilised in phylogenetic analysis. The study by Marti-
nez Barrio et al. (2011) utilised Retrotector, which detects consen-
sus motifs in potential ERV sequences and their phylogenetic
analysis was based on pol genes with reverse transcriptase motifs,
whereas Jo et al. (2012) applied BLAST to pro/pol sequences and di-
vided their phylogenetic analysis into different structural motifs of
the pro/pol gene. The BLAST-based approach is less sensitive for
detecting ERVs, but reliably detects structurally intact ERVs (Gar-
cia-Etxebarria and Jugo, 2010).
An additional complication is the different subsets of the known
retroviral pol genes employed in phylogenetic analysis. With over
300 known endogenous and exogenous gammaretroviral polymer-
ase genes (data not shown), and more being added as new
Fig. 2. PhyML maximum likelihood phylogenetic tree showing the relationship between the reverse transcriptase of the canine endogenous retrovirus pol gene and the
following sequences (GenBank accession numbers or chromosome, position and genome build are given in brackets): American mink endogenous retrovirus I (X99928);Mus
musculus endogenous retrovirus C (AF049340); Human HERV T S71 (chr14:106658768–106659224; Hg19); Opossum endogenous retrovirus (AJ236123); Echidna
endogenous retrovirus (AJ236119); Spleen necrosis virus (DQ237902); Chick syncytial virus (DQ237904); Reticuloendotheliosis virus (NC_006934); Red fox endogenous
retrovirus (X99935); Killer whale endogenous retrovirus (GQ222416); RD114 retrovirus (NC_009889); Pan troglodytes gammaretrovirus 2a chr1:24415021–24417057
PanTro1); Baboon endogenous retrovirus (D10032); Murine retrovirus related sequence (chr5:148369447–148369986); European rabbit endogenous retrovirus (X99930);
Porcine endogenous retrovirus A (AJ293656); Feline leukaemia virus Domestic cat subgroup A (M18247); Moloney murine leukaemia virus (NC_001501); Xenotropic MuLV-
related virus (DQ241301); Mus dunni endogenous retrovirus (AF053745);Mus musculus endogenous retrovirus (AF049340); Gibbon ape leukaemia virus (NC_001885); Koala
retrovirus (AF151794). Branch support of >50% is marked on the appropriate branches.
Table 3
Estimation of integration dates based on paired long terminal repeat (LTR)
comparison.
Sequencea Location of LTR1 Location of LTR2 Date estimate (MYA)
AC187326.11 114735–114980 106285–106527 22.0–20.5
AC191152.6 51066–51259 46175–46369 17.5–15.9
AC187968.4 138170–138355 134038–134223 15.0–13.6
AC187982.15 167277–167578 161591–161893 17.5–15.9
Genetic distance between paired LTRs of individual loci were calculated in MEGA
4.1 with a neutral substitution rate between 2.0 and 2.2  109 substitutions per
site per year.
LTR, long terminal repeat; MYA, million years ago.
a GenBank accession number.
Fig. 3. Relative quantitative PCR expression of canine endogenous retrovirus
(CanERV) pol RNA normalised against glyceraldehyde-3-phosphate dehydrogenase
(GAPDH) and calibrated against kidney expression via the relative standard curve
method in different tissues. Samples of lung, spleen, mesenteric lymph node (MLN)
and jejunum were from four German shepherd dogs. Samples of liver and kidney
were from four German shepherd dogs and one Beagle. Samples of brain and
stomach were from one Beagle. Cells were MDCK, D17, DMECs and DSFCs. Standard
deviations are shown as error bars.
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types of studies. While our strategy robustly identiﬁes Mo-
MuLV-like sequences, it will have excluded many less conserved
loci.
The loci examined for polymorphisms across different dog
breeds are ﬁxed within all breeds examined. This is to be expected
given that the integration of these gammaretroviruses predates
that of the species divergence of dogs and foxes. Mismatches be-
tween the Poodle and Boxer genomes are likely due to sequence
artefacts. It is extremely unlikely that breed differences in lym-
phoma susceptibility in dogs are due to variation in these endoge-
nous gammaretroviral integrations.
While these ERVs do not apparently encode for functional retro-
viral genes, they are transcribed in canine tissues. Transcription of
(or variations) in repetitive elements, such as ERVs and long inter-
spersed nuclear elements (LINEs), have been linked with diseases
in humans (Cruickshanks and Tufarelli, 2009). There has also been
considerable interest in retroviral contamination in biological
products and clinical samples (Sakaguchi et al., 2008; Gray et al.,
2011).The pol gene of at least some of these CanERV sequences is
transcribed in normal canine tissues and may be detectable in
some screening tests for retroviral contamination of biological
products. We did not detect any tissue-speciﬁc patterns of expres-
sion, but the possibility exists that some tissues in the dog may
display differential expression, as has been reported for reproduc-
tive tissue in a variety of species (Heidmann et al., 2009). There
has been one report of a syncytin-like gene in carnivores (Cornelis
et al., 2012). The degenerate env gene in the CanERV sequences
identiﬁed in our study makes them poor candidates for this type
of function.
Fig. 4. Relative quantitative PCR (qPCR) expression of canine endogenous retrovirus
(CanERV) pol RNA normalised against glyceraldehyde-3-phosphate dehydrogenase
(GAPDH) and calibrated against kidney expression via the relative standard curve
method in different animals. Dogs 1–4 were German shepherds. Dogs 5 and 6 were
Beagles. Cell lines were MDCK, D17, DMECs and DSFCs. Standard deviations are
shown as error bars.
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plement of the canine genome, it does not resolve the issue of
whether an exogenous ‘canine lymphoma virus’ exists. The se-
quences reported here are unlikely to be responsible for the previ-
ous reports of retroviral particles in canine tissues (Modiano et al.,
1995; Ghernati et al., 2000), which may even represent contamina-
tion by exogenous viruses from other species. The lack of more re-
cent retroviral integrants in the dog genome is surprising, although
in this respect the dog is similar to humans, where the most recent
‘endogenisation’ event (that of the HERV-K family) is thought to
have occurred 30 MYA; these sequences remained active to within
the last 200,000 years and are polymorphic between individuals
(Denner et al., 1995).Conclusions
Screening of the complete retroviral complement of the canine
genome indicates that there is a large group of gammaretroviral
loci that are monophyletic to canids. This group of ERVs predates
the divergence of dogs and foxes, are ﬁxed in all 20 breeds of dogs
examined and are transcribed in normal canine tissues and cell
lines, but are not capable of being fully replication competent in
dogs.Conﬂict of interest statement
None of the authors of this paper has a ﬁnancial or personal
relationship with other people or organisations that could inappro-
priately inﬂuence or bias the content of the paper.Acknowledgements
The authors wish to thank Dr. Cinzia Allegrucci (School of Vet-
erinary Medicine and Science, University of Nottingham, Notting-
ham, UK), Dr. Robin Flynn (School of Veterinary Medicine and
Science, University of Nottingham, Nottingham, UK) and Dr. Brian
Catchpole (Royal Veterinary College, London, UK), for their kind
donation of samples used in this project. This project was funded
by a Blue Skies research grant from the Royal College of Veterinary
Surgeons Charitable Trust and the School of Veterinary Medicine
and Science at the University of Nottingham.Appendix A. Supplementary material
Supplementary data associated with this article can be found, in
the online version, at http://dx.doi.org/10.1016/j.tvjl.2012.08.011.
References
Boeke, J.D., Stoye, J.P., 1997. Retrotransposons, endogenous retroviruses, and the
evolution of retroelements. In: Cofﬁn, J.M., Hughes, S.H., Varmus, H.E. (Eds.),
Retroviruses. Cold Springs Harbour Laboratory Press, New York, pp. 343–346.
Cornelis, G., Heidmann, O., Bernard-Stoecklin, S., Reynaud, K., Véron, G., Mulot, B.,
Dupressoir, A., Heidmann, T., 2012. Ancestral capture of syncytin-Car1, a
fusogenic endogenous retroviral envelope gene involved in placentation and
conserved in Carnivora. Proceedings of the National Academy of Sciences of the
United States of America 109, E432–E441.
Cruickshanks, H.A., Tufarelli, C., 2009. Isolation of cancer-speciﬁc chimeric
transcripts induced by hypomethylation of the LINE-1 antisense promoter.
Genomics 94, 397–406.
Denner, J., Phelps, R.C., Lower, J., Lower, R., Kurth, R., 1995. Expression of the human
endogenous retrovirus HERV-K in tumor and normal tissues and antibody
responses of pregnant women, tumor and AIDS patients against HERV-K Gag
and Env peptides. AIDS Research and Human Retroviruses 11, 103.
Edgar, R.C., 2004. MUSCLE: A multiple sequence alignment method with reduced
time and space complexity. BMC Bioinformatics 5, 113.
Fadel, H.J., Poeschla, E.M., 2011. Retroviral restriction and dependency factors in
primates and carnivores. Veterinary Immunology and Immunopathology 143,
179–189.
Garcia-Etxebarria, K., Jugo, B.M., 2010. Genome-wide detection and characterization
of endogenous retroviruses in Bos taurus. Journal of Virology 84, 10852–10862.
Ghernati, I., Auger, C., Chabanne, L., Corbin, A., Bonnefont, C., Magnol, J.P., Fournel,
C., Rivoire, A., Monier, J.C., Rigal, D., 1999. Characterization of a canine long-
term T cell line (DLC 01) established from a dog with Sézary syndrome and
producing retroviral particles. Leukemia 13, 1281–1290.
Ghernati, I., Corbin, A., Chabanne, L., Auger, C., Magnol, J.P., Fournel, C., Monier, J.C.,
Darlix, J.L., Rigal, D., 2000. Canine large granular lymphocyte leukemia and its
derived cell line produce infectious retroviral particles. Veterinary Pathology
37, 310–317.
Gray, E.R., Garson, J.A., Breuer, J., Edwards, S., Kellam, P., Pillay, D., Towers, G.J., 2011.
No evidence of XMRV or related retroviruses in a London HIV-1-positive patient
cohort. Public Library of Science One 6, e18096.
Guindon, S., Gascuel, O., 2003. A simple, fast, and accurate algorithm to estimate
large phylogenies by maximum likelihood. Systematic Biology 52, 696–704.
Heidmann, O., Vernochet, C., Dupressoir, A., Heidmann, T., 2009. Identiﬁcation of an
endogenous retroviral envelope gene with fusogenic activity and placenta-
speciﬁc expression in the rabbit: A new ‘‘syncytin’’ in a third order of mammals.
Retrovirology 6, 107.
Jern, P., Sperber, G.O., Blomberg, J., 2005. Use of endogenous retroviral sequences
(ERVs) and structural markers for retroviral phylogenetic inference and
taxonomy. Retrovirology 2, 50.
Jo, H., Choi, H., Choi, M.K., Song, N., Kim, J.H., Oh, J.W., Seo, K., Seo, H.G., Chun, T.,
Kim, T.H., Park, C., 2012. Identiﬁcation and classiﬁcation of endogenous
retroviruses in the canine genome using degenerative PCR and in-silico data
analysis. Virology 422, 195–204.
Karlsson, E.K., Lindblad-Toh, K., 2008. Leader of the pack: Gene mapping in dogs and
other model organisms. Nature Reviews Genetics 9, 713–725.
Lindblad-Toh, K., Wade, C.M., Mikkelsen, T.S., et al., 2005. Genome sequence,
comparative analysis and haplotype structure of the domestic dog. Nature 438,
803–819.
Liu, G.E., Matukumalli, L.K., Sonstegard, T.S., Shade, L.L., Van Tassell, C.P., 2006.
Genomic divergences among cattle, dog and human estimated from large-scale
alignments of genomic sequences. BMC Genomics 7, 140.
Lurie, D.M., Milner, R.J., Suter, S.E., Vernau, W., 2008. Immunophenotypic and
cytomorphologic subclassiﬁcation of T-cell lymphoma in the Boxer breed.
Veterinary Immunology and Immunopathology 125, 102–110.
Martinez Barrio, A., Ekerljung, M., Jern, P., Benachenhou, F., Sperber, G.O., Bongcam-
Rudloff, E., Blomberg, J., Andersson, G., 2011. The ﬁrst sequenced carnivore
genome shows complex host–endogenous retrovirus relationships. PLoS ONE 6,
e19832.
Modiano, J.F., Breen, M., Burnett, R.C., Parker, H.G., Inusah, S., Thomas, R., Avery, P.R.,
Lindblad-Toh, K., Ostrander, E.A., Cutter, G.C., Avery, A.C., 2005. Distinct B-cell
and T-cell lymphoproliferative disease prevalence among dog breeds indicates
heritable risk. Cancer Research 65, 5654–5661.
Modiano, J.F., Getzy, D.M., Akol, K.G., Van Winkle, T.J., Cockerell, G.L., 1995.
Retrovirus-like activity in an immunosuppressed dog: Pathological and
immunological ﬁndings. Journal of Comparative Pathology 112, 165–183.
Onions, D.E., 1984. A prospective survey of familial canine lymphosarcoma. Journal
of the National Cancer Institute 72, 909–912.
Perk, K., Safran, N., Dahlberg, J.E., 1992. Propagation and characterization of novel
canine lentivirus isolated from a dog. Leukemia 6, 155S–157S.
Roy-Burman, P., 1995. Endogenous env elements: Partners in generation of
pathogenic feline leukemia viruses. Virus Genes 11, 147–161.
Sakaguchi, S., Okada, M., Shojima, T., Baba, K., Miyazawa, T., 2008. Establishment of
a LacZ marker rescue assay to detect infectious RD114 virus. Journal of
Veterinary Medical Science 70, 785–790.
R.E. Tarlinton et al. / The Veterinary Journal 196 (2013) 28–33 33Shinnick, T.M., Lerner, R.A., Sutcliffe, J.G., 1981. Nucleotide sequence of Moloney
murine leukaemia virus. Nature 293, 543–548.
Slater, G.S., Birney, E., 2005. Automated generation of heuristics for biological
sequence comparison. BMC Bioinformatics 6, 31.Stocking, C., Kozak, C.A., 2008. Murine endogenous retroviruses. Cellular and
Molecular Life Sciences 65, 3383–3398.
Wayne, R.K., Geffen, E., Girman, D.J., Koepﬂi, K.P., Lau, L.M., Marshall, C.R., 1997.
Molecular systematics of the Canidae. Systematic Biology 46, 622–653.
